ontology are listed in Figure S1 (c) and Figure S1 (d) . From the result, we can find that term IC can be distributed better by WIS than other models. The results achieve a great improvement by WIS. Table S1 -4 list out the functional similarity values among genes in valine degradation pathway for each method. And we obtain four dendrograms respectively using the data by complete linkage hierarchical clustering of these genes. Our method WIS performs best among the four typical approaches. Figure S2 . WIS performs best which is followed by GIC, Teng and UI. Method JC is the worst in all of the methods. The accumulated results on IEA-datasets are listed in Figure S3 . 
